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NTRODUCTION & AV

The tumor microenvironment plays a pivotal role in shaping The transcriptomes of CAFs isolated from breast and prostate cancer tumor specimens were analyzed using RNA
tumor aggressiveness and driving disease progression. In this sequencing. Data from The Cancer Genome Atlas (TCGA) were used to compare the gene expression profiles of
context, the identification of gene signatures characterizing CAFs of breast and prostate cancer patients. The cluster profiler package was employed to perform pathway
cancer-associated fibroblasts (CAFs) obtained from one of the enrichment analysis, while the gene signature associated with prostate CAFs was identified applying K-means
most frequently diagnosed cancer worldwide, such as prostate  clustering. Kaplan-Meier curves and log-rank tests were used to assess the prognostic significance of the
tumor, may improve outcome prediction and therapeutic signature in prostate cancer patients. A decision-tree classification approach validated the clustering results and

strategies for patients. the prognostic relevance of the gene signature.
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CONCLUSION

The prostate CAFs-related gene signature identified might serve as a novel biomarkers for improving the management of prostate cancer patients.
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